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SUPPLEMENTARY FIGURE LEGENDS
FIGURE S1: DOSY experiments. Intensity decay (y-axis, arbitrary units) of the methyl signals of the spectrum shown in Fig. S3 A, as the pulse field gradient strength was increased (x-axis). The line is the fitting to
, where I is the peak intensity of a particular (or a group of) resonance(s); I0 is the maximum peak intensity of the same resonance(s) at the smallest gradient strength;  is the duration (in s) of the gradient; G is the gradient strength (in T cm -1 );  is the time (in s) between the gradients; H is the gyromagnetic constant of the proton; and,  is the recovery delay between the bipolar gradients (100 s). The fitting to the experimental intensities was obtained with Kaleidagraph (Synergy software). DOSY experiments were acquired in 100 mM phosphate buffer (pH 8.0), with 500 mM NaCl at 20 ºC. in the presence of 0.5 M NaCl at 9.8 M.
FIGURE S8: Chemical denaturation of LrtA. (A) Unfolding of LrtA followed by the changes in <1/> (blue circles) and refolding (black, blank circles) at pH 7.0 (50 mM, phosphate buffer) with 50 mM NaCl and 25 ºC at 9.8 M (protomer units). Inset: Urea-denaturations of LrtA followed by the changes in intensity at 308 nm at pH 7.0 (50 mM, phosphate buffer) with 50 mM NaCl and 25 ºC at 
where F is the measured fluorescence at any given concentration of RNA after subtraction of the blank; Fmax is the maximal change in the fluorescence of LrtA when all the RNA was forming the complex compared to the fluorescence of isolated LrtA; F0 is the fluorescence intensity when no RNA was added; [LrtA] T is the constant, total concentration of LrtA; and [RNA]T is that of yeast RNA, which was varied during the titration.
FIGURE S14: SDS-PAGE gel of LrtA purification. The marker used was PAGEmark-Tricolor (in lanes (3) and (6)), with markers (from top to bottom) of 210, 110, 67, 48, 32, 10, 16 and 6 kDa. The theoretical molecular weight of LrtA was 22.7 kDa, and the purified protein is shown in lanes (2) and S5 (5). The C-terminal region of LrtA (residues-103-191) , with a molecular weight of 12.5 kDa, is shown in lanes (1) and (4). Bis-acrylamide concentration of the gel was 12%. 
